Abstract
Introduction
Helicobacter pylori (H. pylori) is known as the most common human pathogen infecting more than half of the world's However, the efficacy of eradication treatments has been extremely compromised primarily due to increased resistance 46 to antimicrobial agents in many countries. [5] [6] [7] [8] Today, first-line standard triple therapy is the most widely used eradication treatment for H. pylori infection, which Hence, the focus of the present study was to evaluate the antibiotic susceptibility patterns and underlying resistance mechanisms of H. pylori strains isolated from Iranian patients with different gastric diseases. Furthermore, we determined the presence of genetic mutations that are associated with antibiotic resistance. We also examined the 71 possible association between resistance profiles and a panel of virulence genotypes.
72

Methods
73
Patients and H. pylori isolates
74
Antral biopsies were collected for culture from 78 patients who underwent upper gastroduodenal endoscopy at 
82
The biopsy specimens were smeared on Brucella agar (Merck, Germany) plates containing 7% horse blood (v/v), 10% 
128
Statistical analysis
129
The SPSS Statistics for Windows (version 21.0, Armonk, NY: IBM Corp.) was used to perform all statistical analyses.
130
The Chi-square and Fisher's exact tests were used to determine the statistical significance of differences between 131 categorical variables. A P value of less than 0.05 was considered as statistically significant.
132
Results
133
Characteristics of patients 
169
Amino acid variations at QRDR region of gyrA and gyrB genes
170
As shown in Table 6 
182
As for gyrB subunit, two different amino acid variants including D481E and R484K were detected among 7 isolates.
183
The D481E substitution was found to be present in both fluoroquinolone-susceptible and -resistant isolates, whereas
184
R484K was exclusively present in resistant isolates. As shown in Table 6 and Supplementary Fig S4, 
193
the different mutations in all phenotypically resistant and susceptible isolates is presented in Table 7 .
194
Association between virulence genotypes and resistance patterns
195
The frequency and distribution of strains grouped by virulence genotypes according to each susceptibility pattern is
196
shown in Table 8 
Clinical outcome
